Figure 1 



CTAAAAAATATGTTCTCTACAACACCAAGGCTCATTAAAATATTTTAAATATT 
AATATACATTTCTTCTGTCAGAAATACATAAAACTTTATTATATCAGCGCAGG 
5 GCGGCGCGGCGTCGGTCCCGGGAGCAGAACCCGGCTTTTTCTTGGAGCGACG 
CTGTCTCTAGTCGCTGATCCCAAATGCACCGGCTCATCTTTGTCTACACTCTA 
ATCTGCGCAAACTTTTGCAGCTGTCGGGACACTTCTGCAACCCCGCAGAGCG 
CATCCATCAAAGCTTTGCGCAACGCCAACCTCAGGCGAGATGAGAGCAATCA 
CCTCACAGACTTGTACCGAAGAGATGAGACCATCCAGGTGAAAGGAAACGG 
. 10 CTACGTGCAGAGTCCTAGATTCCCGAACAGCTACCCCAGGAACCTGCTCCTG 
P ACATGGCGGCTTCACTCTCAGGAGAATACACGGATACAGCTAGTGTTTGACA 
,|; ATCAGTTTGGATTAGAGGAAGCAGAAAATGATATCTGTAGGTATGATTTTGT 
K GGAAGTTGAAGATATATCCGAAACCAGTACCATTATTAGAGGACGATGGTGT 

s £ 2 

W GGACACAAGGAAGTTCCTCCAAGGATAAAATCAAGAACGAACCAAATTAAA 

Pi 

r" 15 ATCACATTCAAGTCCGATGACTACTTTGTGGCTAAACCTGGATTCAAGATTTA 
g TTATTCTTTGCTGGAAGATTTCCAACCCGCAGCAGCTTCAGAGACCAACTGGG 
b AATCTGTCACAAGCTCTATTTCAGGGGTATCCTATAACTCTCCATCAGTAACG 
q GATCCCACTCTGATTGCGGATGCTCTGGACAAAAAAATTGCAGAATTTGATA 
W CAGTGGAAGATCTGCTCAAGTACTTCAATCCAGAGTCATGGCAAGAAGATCT 
20 TGAGAATATGTATCTGGACACCCCTCGGTATCGAGGCAGGTCATACCATGAC 
CGGAAGTCAAAAGTTGACCTGGATAGGCTCAATGATGATGCCAAGCGTTACA 
GTTGCACTCCCAGGAATTACTCGGTCAATATAAGAGAAGAGCTGAAGTTGGC 
CAATGTGGTCTTCTTTCCACGTTGCCTCCTCGTGCAGCGCTGTGGAGGAAATT 
GTGGCTGTGGAACTGTCAACTGGAGGTCCTGCACATGCAATTCAGGGAAAAC 
25 CGTGAAAAAGTATCATGAGGTATTACAGTTTGAGCCTGGCCACATCAAGAGG 
AGGGGTAGAGCTAAGACCATGGCTCTAGTTGACATCCAGTTGGATCACCATG 
AACGATGTGATTGTATCTGCAGCTCAAGACCACCTCGATAAGAGAATGTGCA 
CATCCTTACATTAAGCCTGAAAGAACCTTTAGTTTAAGGAGGGTGAGATAAG 
AGACCCTTTTCCTACCAGCAACCAAACTTACTACTAGCCTGCAATGCAATGAA 
30 CACAAGTGGTTGCTGAGTCTCAGCCTTGCTTTGTTAATGCCATGGCAAGTAGA 
AAGGTATATCATCAACTTCTATACCTAAGAATATAGGATTGCATTTAATAATA 
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GTGTTTGAGGTTATATATGCACAAACACACACAGAAATATATTCATGTCTATG 

TGTATATAGATCAAATGTTTTTTTTGGTATATATAACCAGGTACACCAGAGCT 

TACATATGTTTGAGTTAGACTCTTAAAATCCTTTGCCAAAATAAGGGATGGTC 

AAATATATGAAACATGTCTTTAGAAAATTTAGGAGATAAATTTATTTTTAAAT 

TTTGAAACACAAAACAATTTTGAATCTTGCTCTCTTAAAGAAAGCATCTTGTA 

TATTAAAAATCAAAAGATGAGGCTTTCTTACATATACATCTTAGTTG (SEQ ID 

NO:50) 



ABX-Cur2 pat app.l 
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Figure 2 



1 CTAAAAAATATGTTCTCTACAACACCAAGGCTCATTAAAATATTT 

46 TAAATATTAATATACATTTCTTCTGTCAGAAATACATAAAACTTT 

5 91 ATTATATCAGCGCAGGGCGGCGCGGCGTCGGTCCCGGGAGCAGAA 

136 CCCGGCTTTTTCTTGGAGCGACGCTGTCTCTAGTCGCTGATCCCA 



jars; 



si s 



181 AATGCACCGGCTCATCTTTGTCTACACTCTAATCTGCGCAAACTT 
MetHisArgLeuIlePheValTyrThrlieuIleCysAlaAsnPhe 

10 

226 TTGCAGCTGTCGGGACACTTCTGCAACCCCGCAGAGCGCATCCAT 
CysSerCysArgAspThrSerAlaThrProGlnSerAlaSerlle 

271 CAAAGCTTTGCGCAACGCCAACCTCAGGCGAGATGAGAGCAATCA 
15 LysAlaLeuArgAsnAlaAsnLeuArgArgAspGluSerAsnHis 



; |: 316 CCTCACAGACTTGTACCGAAGAGATGAGACCATCCAGGTGAAAGG 

M LeuThrAspLeuTyrArgArgAspGluThrlleGlnValLysGly 

ji| 20 361 AAACGGCTAC GTGCAGAGTCCTAGATTC C CGAAC AGC TACCCC AG 

AsnGlyTyrValGlnSerProArgPheProAsnSerTyrProArg 

js*. 406 GAACCTGCTCCTGACATGGCGGCTTCACTCTCAGGAGAATACACG 

fi3 AsnLeuLeuLeuThrTrpArgLeuHisSerGlnGluAsnThrArg 



25 



451 GATAC AGCTAGTGTTTGAC AATC AGTTTGGATTAGAGGAAGC AGA 
IleGlnLeuValPheAspAsnGlnPheGlyLeuGluGluAlaGlu 



496 AAATGATATCTGTAGGTATGATTTTGTGGAAGTTGAAGATATATC 
30 AsnAspIleCysArgTyrAspPheValGluValGluAspIleSer 

541 C GAAAC C AGTACCATTATTAGAGGACGATGGTGTGGAC AC AAGGA 
GluThrSerThrllelleArgGlyArgTrpCysGlyHisLysGlu 



35 586 AGTTCCTCCAAGGATAAAATCAAGAACGAACCAAATTAAAATCAC 

Val Pr oPr oAr gl 1 eLy s Ser Ar gThr AsnGln 1 1 eLy s 1 1 eThr 

631 ATTCAAGTCCGATGACTACTTTGTGGCTAAACCTGGATTCAAGAT 
PheLysSerAspAspTyrPheValAlaLysProGlyPheLysIle 

40 

676 TTATTATTCTTTGCTGGAAGATTTC C AACCC GCAGC AGC TTCAGA 
TyrTyrSerLeuLeuGluAspPheGlnProAlaAlaAlaSerGlu 
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721 GACCAACTGGGAATCTGTCACAAGC TCTATTTC AGGGGTATC CTA 
ThrAsnTrpGluSerValThrSerSerlleSerGlyValSerTyr 



10 



766 TAACTCTCCATCAGTAACGGATCCCACTCTGATTGCGGATGCTCT 
AsnSerProSerValThrAspProThrLeuIleAlaAspAlaLeu 

811 GGAC AAAAAAATTGC AGAATTTGATAC AGTGGAAGATCTGCTCAA 
AspLysLysIleAlaGluPheAspThrValGluAspLeuLeuLys 

856 GTACTTCAATCCAGAGTCATGGCAAGAAGATCTTGAGAATATGTA 
TyrPheAsnProGluSerTrpGlnGluAspLeuGluAsnMetTyr 

901 TCTGGACACCCCTCGGTATCGAGGCAGGTCATACCATGACCGGAA 
f~* 15 LeuAspThrProArgTyrArgGlyArgSerTyrHisAspArgLys 

946 GTCAAAAGTTGACCTGGATAGGCTCAATGATGATGCCAAGCGTTA 
C%. SerLysValAspLeuAspArgLeuAsnAspAspAlaLysArgTyr 



B 1 20 991 CAGTTGCACTCCCAGGAATTACTCGGTCAATATAAGAGAAGAGCT 

SerCysThrProArgAsnTyrSerValAsnlleArgGluGluLeu 



2: 

H 



I.:, 1036 GAAGTTGGCCAATGTGGTCTTCTTTCCACGTTGCCTCCTCGTGCA 

Q LysLeuAlaAsnValValPhePheProArgCysLeuLeuValGln 



25 



40 



1081 GCGCTGTGGAGGAAATTGTGGCTGTGGAACTGTCAACTGGAGGTC 
ArgCysGlyGlyAsnCysGlyCysGlyThrValAsnTrpArgSer 



1126 CTGCACATGCAATTCAGGGAAAACCGTGAAAAAGTATCATGAGGT 
30 CysThrCysAsnSerGlyLysThrValLysLysTyrHisGluVal 

1171 ATTACAGTTTGAGCCTGGCCACATCAAGAGGAGGGGTAGAGCTAA 
LeuGlnPheGluProGlyHisIleLysArgArgGlyArgAlaLys 

35 1216 GACCATGGCTCTAGTTGACATCCAGTTGGATCACCATGAACGATG 

ThrMetAlaLeuValAspIleGlnLeiiAspHisHisGluArgCys 

1261 TGATTGTATCTGCAGCTCAAGACCACCTCGATAAGAGAATGTGCA 
AspCysIleCysSerSerArgProProArg (SEQ ID NO: 12) 



1306 CATCCTTACATTAAGCCTGAAAGAACCTTTAGTTTAAGGAGGGTG 
1351 AGATAAGAGACCCTTTTCCTACCAGCAACCAAACTTACTACTAGC 
1396 CTGCAATGCAATGAACACAAGTGGTTGCTGAGTCTCAGCCTTGCT 
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1441 TTGTTAATGCCATGGCAAGTAGAAAGGTATATCATCAACTTCTAT 
1486 ACCTAAGAATATAGGATTGCATTTAATAATAGTGTTTGAGGTTAT 
1531 ATATGC AC AAAC ACAC ACAGAAATATATTCATGTCTATGTGTATA 
1576 TAGATCAAATGTTTTTTTTGGTATATATAACCAGGTACACC AGAG 
1621 CTTACATATGTTTGAGTTAGACTCTTAAAATCCTTTGCCAAAATA 
1666 AGGGATGGTCAAATATATGAAAC ATGTCTTTAGAAAATTTAGGAG 
1711 ATAAATTTATTTTTAAATTTTGAAAC AC AAAACAATTTTGAATCT 
1756 TGCTCTCTTAAAGAAAGC ATCTTGTATATTAAAAATCAAAAGATG 
1801 AGGCTTTCTTACATATACATCTTAGTTG (SEQ ID NO: 50) 



ABX-Cur2patapp.l 
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Figure 3 



A - Cur2 1.6 heavy chain nucleotide sequence 

GAGGTGCAGCTGGTGGAGTCTGGGGGAGGCCTGGTCAAGCCTGGGGGGTCCC 

TGAGACTCTCCTGTGCAGCCTCTGGATTCAACTTCAGAACCTATAACATGAAC 

TGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGGTCTCATCCATTAGTA 

GTAGTAGTAGTAACATATACTACGCAGACTCAGTGAAGGGCCGATTCACCAT 

CTCCAGAGACAACGCCAAGAACTCACTGTATCTGCAAATGAACAGCCTGAGA 

GCCGAGGACACGGCTGTATATTACTGTGCGAGAGATATTATGATTACGTTTG 

GGGGAATTATCGCCTCGTTCTACTTTGACTACTGGGGCCAGGGAACCCTGGTC 

ACCGTCTCCTCAG (SEQ ID NO:55) 



B - Cur2 1.6 heavy chain amio acid sequence 

EVQLVESGGGLVKPGGSLRLSCAASGFNFRTYNMNWVRQAPGKGLEWVSSISSS 
SSNIYYADSVKGRFTISRDNAKNSLYLQMNSLRAEDTAVYYCARDIMTTFGGnAS 

FYFDYWGQGTLVTVSS (SEQ ID NO: 13) 



C - Cur2 1.6 light chain nucleotide sequence 

GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 

AGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGG 

TTTCAGCAGAAACCAGGGAAAGCCCCTAAGCGCCTGATCTATGCTGCATCCA 

GTTTGCAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 

ATTCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTACT 

GTCTACAGCATAATAGTTACCCGCTCACTTTCGGCGGAGGGACCAAGGTGGA 

GATCAAAC (SEQ ID NO:56) 



D - Cur2 1.6 light chain amino acid sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGIRNDLGWFQQKPGKAPKRLIYAASSLQ 
SGWSRFSGSGSGTEFTLTISSLQPEDFATYYCLQHNSYPLTFGGGTKVEIK (SEQ 

ID NO: 14) 



ABX-Cur2 pat app.l 
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Figure 4 



A - Cur2 1.11 heavy chain nucleotide sequence 

GAGGTGCAGCTGGTGCAGTCTGGAGGAGGCTTGATCCAGCCTGGGGGGTCCC 

TGAGACTCTCCTGTGCAGCCTCTGGGTTCACCGTCAGTAGCAACTACATGAGC 

TGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGGTCTCAGTTATTTATA 

GCGGTGGTAGCACATACTACGCAGACTCCGTGAAGGGCCGATTCACCATCTC 

CAGAGACAATTCCAAGAACACGCTGTATCTTCAAATGAACAGCCTGAGAGCC 

GAGGACACGGCCGTGTATTACTGTGCGGGAACGGTGACTACGAATTACTACT 

ACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCACCGTCTCCTCAG (SEQ 

ID NO:57) 

B - Cur2 1.11 heavy chain amino acid sequence 

EVQLVQSGGGLIQPGGSLRLSCAASGFTVSSNYMSWVRQAPGKGLEWVSVIYSG 
GSTYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCAGTVTTNYYYGM 
DVWGQGTTVTVSS (SEQ ID NO: 15) 

C - Cur2 1.11 light chain nucleotide sequence 

GATATTGTGATGACTCAGTCTCCACTCTCCCTGCCCGTCACCCCTGGAGAGCC 

GGCCTCCATCTCCTGCAGGTCTAGTCAGAGCCTCCTGCAAAGTAATGGATAC 

AACTATTTGGATTGGTACCTGCAGAAGCCAGGGCAGTCTCCACAGCTCCTGA 

TCTATTTGGGTTCTAATCGGGCCTCCGGGGTCCCTGACAGGTTCAGTGGCAGT 

GGATCAGGCACAGATTTTACACTGAAAATCAGCAGAGTGGAGGCTGAGGATG 

TTGGGGTTTATTACTGCATGCAAGCTCTACAAACTCTCACTTTCGGCGGAGGG 

ACCAAGGTGGAGATCAAAC (SEQ ID NO:58) 

D -- Cur2 1.11 light chain amino acid sequence 

DIVMTQSPLSLPVTPGEPASISCRSSQSLLQSNGYNYLDWYLQKPGQSPQLLIYLG 
SNRASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQALQTLTFGGGTKVEI 

K (SEQ ID NO: 16) 



ABX-Cur2 pat app.l 
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Figure 5 



A — Cur2 1.17 heavy chain nucleotide sequence 

5 

CAGGTGCAGCTGGTGGAGTCGGGGGGAGGCGTGGTCCAGCCTGGGAAGTCCC 
TGAGACTCTCCTGTGCAGCGTCTGGATTCACCTTCAGTAGCTATGGCATGCAC 
TGGGTCCGCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCAGTTATATGGT 
ATGATGGAAGTAATAAATACTATGCAGACTCCGTGAAGGGCCGATTCACCAT 
10 CTCCAGAGACAATTCCAAGAACACGCTGTATCTGCAAATGAACAGCCTGAGA 
GCCGAGGACACGGCTGTGTATTACTGTGCGAGAGATCAAGGATACAGATATG 
CTGGTTACTACTACGACTACGGTATGGACGTCTGGGGCCAAGGGACCACGGT 
CACCGTCTCCTCAG (SEQ ID NO:59) 

i;j 15 B - Cur2 1.17 heavy chain protein sequence 

■tssx 

]! QVQLVESGGGVVQPGKSLRLSCAASGFTFSSYGMHWVRQAPGKGLEWVAVIW 

M YDGSNKYYADSVKGPvFTISRDNSKNTLYLQMNSLRAEDTAVYYCARDQGYRYA 

W GYYYDYGMDVWGQGTTVTVSS (SEQ ID NO: 17) 

W 20 

4 spa 

^ C - Cur2 L17 light chain nucleotide sequence 

H GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 
n AGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGG 
25 TATCAGCAGAAACCAGGGAAAGCCCCTAAGCGCCTGATCTATGCTGCATCCA 
d GTTTGCAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 
ffi ATTCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTACT 

GTCTACAGCATAATAGTTACCCGCTCACTTTCGGCGGAGGGACCAAGGTGGA 

GATCAAAC (SEQ ID NO:60) 

30 

D - Cur2 1.17 light chain protein sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGIRNDLGWYQQKPGKAPKRLIYAASSLQ 
SGVPSRFSGSGSGTEFTLTISSLQPEDFATYYCLQHNSYPLTFGGGTKVEIK(SEQ 
35 ID NO: 18) 



ABX-Cur2 pat app.l 
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Figure 6 



A - Cur2 1.18 heavy chain nucleotide sequence 

5 

CAGGTGCAGCTGGTGCAGTCGGGGGCTGAGGTGAAGAAGCCTGGGGCCTCA 
GTGAAGGTCTCCTGCAAGGCTTCTGGATACACCTTCACCAGTTATGATATCAA 
CTGGGTGCGACAGGCCACTGGACAAGGGCTTGAGTGGATGGGATGGATGAA 
CCCAAACAGTGGTAACACAGGCTATGCACAGAAGTTCCAGGGCAGAGTCACC 
10 ATGACCAGGAACACCTCCATAAGCACAGCCTACATGGAGCTGAGCAGCCTGA 
GATCTGAGGACACGGCCGTGTATTACTGTGCGAGAGAGGGTATAGCAGTGGC 
TGGGACATACTACTACTACTACGGTATGGACGTCTGGGGCCAAGGGACCACG 
GTCACCGTCTCCTCAG (SEQ ID NO:61) 

|»i 15 b - Cur2 1.18 heavy chain protein sequence 

Q 

0 QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYDINWVRQATGQGLEWMGWM 
T NPNSGNTGYAQKFQGRVTMTRNTSISTAYMELSSLRSEDTAVYYCAREGIAVAG 
jj TYYYYYGMDVWGQGTTVTVSS (SEQ D NO: 19) 

m 20 

?j C ~ Cur2 1.18 light chain nucleotide sequence 

b GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 
f AGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGG 
Q 25 TATCAGCAGAAACCAGGGAAAGCCCCTAAGCGCCTGATCTATGCTGCATCCA 
H GTTTGCAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 
O ATTCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTTCT 
N GTCTACAGCATAATAGTTACCCATTCACTTTCGGCCCTGGGACCAAAGTGGAT 
ATCAAAC (SEQ ID NO:62) 

30 

D - Cur2 1.18 light chain protein sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGIRNDLGWYQQKPGKAPKRLIYAASSLQ 
SGVPSRFSGSGSGTEFTLTISSLQPEDFATYFCLQHNSYPFTFGPGTKVDIK (SEQ 
35 IDNO:20) 



ABX-Cur2 pat app.l 
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Figure 7 



A - Cur2 1.19 heavy chain nucleotide sequence 

CAGGTGCAGCTGGTGCAGTCTGGGGCTGAGGTGAAGAAGCCTGGGGCCTCAG 

TGAAGGTCTCCTGCAAGGCTTCTGGATACACCTTCACCAGTTATGATATCAAC 

TGGGTGCGACAGGCCACTGGACAAGGGCTTGAGTGGATGGGATGGATGAAC 

CCTAACAGTGGTAACACAGGCTATGCACAGAAGTTCCAGGGCAGAGTCACCA 

TGACCAGGAACACCTCCATAAGCACAGCCTACATGGAGCTGAGCAGCCTGAG 

ATCTGAGGACACGGCCGTGTATTACTGTGCGAGAGACGTTATGATTACGTTTG 

GGGGAGTTATCGTGCACTACGGTATGGACGTCTGGGGCCAAGGGACCACGGT 

CACCGTCTCCTCAG (SEQ ID NO:63) 

B - Cur2 1.19 heavy chain amino acid sequence 

QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYDINWVRQATGQGLEWMGWM 
NPNSGNTGYAQKFQGRVTMTRNTSISTAYMELSSLRSEDTAVYYCARDVMITFG 
GVIVHYGMDVWGQGTTVTVSS (SEQ ED NO:21) 

C - Cur2 1.19 light chain nucleotide sequence 

GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 

AGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGG 

TATCAGCAGAAACCAGGGAAAGCCCCTAAGCGCCTGATCTATGCTGCATCCA 

GTTTGCAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 

TTTCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTACT 

GTCTACAGCATAATAGTGACCCGTGCAGTTTTGGCCAGGGGACCAAGCTGGA 

GATCAGAC (SEQ ED NO:64) 

D - Cur2 1.19 light chain amino acid sequence 

DIQMTQSPSSLSASVGDRWrTCRASQGIRNDLGWYQQKPGKAPKRLIYAASSLQ 
SGVPSRFSGSGSGTDFTLTISSLQPEDFATYYCLQHNSDPCSFGQGTKXEIR(SEQ 

ID NO:22) 



ABX-Cur2patapp.l 
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Figure 8 



A — Cur2 1.23 heavy chain nucleotide sequence 



5 GAGGTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCT 
CTGAAGATCTCCTGTGAGGGTTCTGGATACAGCTTTACCAGCTACTGGATCGG 
CTGGGTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTAT 
CCTGGTGACTCTGATACCAGATACAGCCCGTCCTTCCAAGGCCAGGTCACCA 
TCTCAGCCGACAAGTCCATCAGCACCGCCTACCTGCAGTGGAGCAGCCTGAA 

10 GGCCTCGGACACCGCCATGTATTACTGTGCGAGACATGTATCGTATTACTATG 
TTTCGGGGAGTTATTATAACGTCTTTGACTACTGGGGCCAGGGAACCCTGGTC 
ACCGTCTCCTCAG (SEQ ID NO:65) 



!=* B — Cur2 1 .23 heavy chain amino acid sequence 

n 15 EVQLVQSGAEVKKPGESLKISCEGSGYSFTSYWIGWVRQMPGKGLEWMGIIYPG 

£ DSDTRYSPSFQGQVTISADKSISTAYLQWSSLKASDTAMYYCARHVSYYYVSGS 

!-i YYNVFDYWGQGTLVTVSS (SEQ ID NO:23) 

m 

q C - Cur2 1.23 light chain nucleotide sequence 

L 20 GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 

P AGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGG 

p TATCAGCAGATACCAGGGAAAGCCCCTAAGCGCCTGATCTATGCTGCATCCA 

Cl GTTTGCAACGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 

pi ATTCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTACT 

III 25 GTCTACAGCATAATAGTTACCCGTGGACGTTCGGCCAAGGGACCAAGGTGGA 
AATCAAAC (SEQ ID NO:66) 



D — Cur2 1.23 light chain amino acid sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGIRNDLGWYQQIPGKAPKRLIYAASSLQR 
30 GVPSRFSGSGSGTEFTLTISSLQPEDFATYYCLQHNSYPWTFGQGTKVEIK (SEQ 
ID NO:24) 



ABX-Cur2patapp.l 
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Figure 9 



A - Cur2 1.24.1 heavy chain nucleotide sequence 

CAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAGGTCCC 
TGAGACTCTCCTGTGCAGCGTCTGGATTCAGTTTCAGTAGCTATGGCATGCAC 
TGGGTCCGCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCAGATATATGGT 
ATGATGGAAGTAATAAATACTATGCAGACTCCGTGAAGGGCCGATTCACCAT 
CTCCAGAGACAATTCCAAGAACACGCTGTATCTGCAAATGAACAGCCTGAGA 
GCCGAGGACACGGCTGTGTATTATTGTGCGAGAGATCAGGGATACAGCTATG 
GTTACGTCTACTACGACTACGGTATGGACGTCTGGGGCCAAGGGACCACGGT 
CACCGTCTCCTCAG (SEQ ID NO:67) 

B ~ Cur2 1.24.1 heavy chain protein sequence 

QVQLVESGGGVVQPGRSLRESCAASGFSFSSYGMHWVRQAPGKGLEWVADIW 
YDGSNKYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARDQGYSYG 
YVYYDYGMDVWGQGTTVTVSS (SEQ ID NO:25) 

C - Cur2 1.24.1 light chain nucleotide sequence 

GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 

AGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGG 

TATCAGCAGAAACCAGGGAAAGCCCCTAAGCGCCTGATCTATGCTGCATCCA 

GTTTGCAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 

GTTCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTACT 

GTCTACAGCATAATAGTTACCCGTGGACGTTCGGCCAAGGGACCAAGGTGGA 

AATCAAAC (SEQ ID NO:68) 

D ~ Cur2 1.24.1 light chain protein sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGIRlSfDLGWYQQKPGKAPKPvLiYAASSLQ 
SGVPSRFSGSGSGTEFTLTISSLQPEDFATYYCLQHNSYPWTFGQGTKVEIK (SEQ 
ID NO:26) 



ABX-Cur2 pat app.l 
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Figure 10 

A - Cur2 1.25.1 heavy chain nucleotide sequence 

GAGGTGCAGCTGGTGCAGTCGGGAGCAGAGGTGAAAAAGCCCGGGGAGTCT 

CTGAAGATCTCCTGTAAGGGTTCTGGATACAGGTTTACCAGCTACTGGATCGG 

CTGGGTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTAT 

CCTGGTGACTCTGATACCAGATACAGCCCGTCCTTCCAAGGCCAGGTCACCA 

TCTCAGCCGACAAGTCCATCAGCACCGCCTACCTGCAGTGGAGCAGCCTGAA 

GGCCTCGGACACCGCCATGTATTACTGTGCGAGACATGGATCGTATTATTATG 

GTTCGGAGACTTATTATAATGTCTTTGACTACTGGGGCCAGGGAACCCTGGTC 

ACCGTCTCCTCAG (SEQ ID NO:69) 

B - Cur2 1.25.1 heavy chain protein sequence 

EVQLVQSGAEVKKPGESLKISCKGSGYRFTSYWIGWVRQMPGKGLEWMGHYPG 
DSDTRYSPSFQGQVTISADKSISTAYLQWSSLKASDTAMYYCARHGSYYYGSET 
YYNVFDYWGQGTLVTVSS (SEQ ID NO:27) 

C - Cur2 1.25.1 light chain nucleotide sequence 

GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 

AGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGG 

TATCAGCAGAAACCAGGGAAAGCCCCTAAGCGCCTGATCTATGCTGCATCCA 

GTTTGCAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 

ATTCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTACT 

GTCTACAGCATAATAGTTACCCGTGGACGTTCGGCCAAGGGACCAAGGTGGA 

AATCAAAC (SEQ ID NO:70) 

D - Cur2 1.25.1 light chain protein sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGIRNDLGWYQQKPGKAPKRLIYAASSLQ 
SGVPSRFSGSGSGTEFTLTISSLQPEDFATYYCLQHNSYPWTFGQGTKVEIK (SEQ 

ID NO:28) 



ABX-Cur2 pat app.l 
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Figure 11 

A - Cur2 1.29 heavy chain nucleotide sequence 

GAGGTGCAGCTGGTGCAGTCGGGAGCAGAGGTGAAAAAGCCCGGGGAGTCT 

CTGAAGATCTCCTGTAAGGGTTCTGGATACAGCTTTACCAGCTACTGGATCGG 

CTGGGTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTAT 

CCTGGTGACTCTGATACCAGATACAGCCCGTCCTTCCAAGGCCAGGCCACCA 

TCTCAGCCGACAAGTCCATCAGCACCGCCTACCTGCAGTGGAGCAGCCTGAA 

GGCCTCGGACACCGCCATGTATTACTGTGCGAGACACGTGGATGTAGGGGCT 

ACGATTGGGGGATATTACTATTACTACCACGGTATGGACGTCTGGGGCCAAG 

GGACCACGGTCACCGTCTCCTCAG (SEQ ID NO:71) 

B - Cur2 1.29 heavy chain protein sequence 

EVQLVQSGAEVKKPGESLKISCKGSGYSFTSYWIGWVRQMPGKGLEWMGIIYPG 
DSDTRYSPSFQGQATISADKSISTAYLQWSSLKASDTAMYYCARHVDVGATIGG 
YYYYYHGMDVWGQGTTVTVSS (SEQ ID NO:29) 

C - Cur2 1.29 light chain nucleotide sequence 

GATATTGTGATGACTCAGTCTCCACTCTCCCTGCCCGTCACCCCTGGAGAGCC 

GGCCTCCATCTCCTGCAGGTCTAGTCAGAGCCTCCTGCATAGTAATGGATACA 

ACTATTTGGATTGGTACCTGCAGAAGCCAGGGCAGTCTCCACAACTCCTGATC 

TATTTGGGTTCTAATCGGGCCTCCGGGGTCCCTGACAGGTTCAGTGGCAGTGG 

ATCAGGCACAGATTTTACACTGAAAATCAGCAGAGTGGAGGCTGACGATGTT 

GGGGTTTATTACTGCATGCAAGCTCTACAATCTCTCATGTGCAGTTTTGGCCA 

GGGGACCAAGCTGGAGATCAAAC (SEQ ID NO:72) 

D - Cur2 1.29 light chain protein sequence 

DiVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDWYLQKPGQSPQLLIYLG 
SNRASGWDRFSGSGSGTDFTLKISRVEADDVGVYYCMQALQSLMCSFGQGTKL 
E1K (SEQ ID NO:30) 
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Figure 12 



A - Cur2 1.33 heavy chain nucleotide sequence 

5 CAGGTTCAGCTGGTGCAGTCGGGAGCTGAGGTGAAGAAGCCTGGGGCCTCAG 
TGAAGGTCTCCTGCAAGGCTTCTGGTTACACCTTTACCAGCTATGGTATCAGC 
TGGGTGCGACAGGCCCCTGGACAAGGGCTTGAGTGGATGGGATGGATCAGCG 
CTTACAATGGTAACACAAACTATGCACAGAAGCTCCAGGGCAGAGTCACCAT 
GACCACAGACACATCCACGAGCACAGCCTACATGGAGCTGAGGAGCCTGAG 

10 ATCTGACGACACGGCCGTGTATTACTGTGCGAGAGATCATTACTATGATAGT 
AGTGATTATCTCTACTACTACTACGGTTTGGACGTCTGGGGCCAAGGGACCAC 
GGTCACCGTCTCCTCAG (SEQ ID NO:73) 

B — Cur2 1.33 heavy chain protein sequence 

I-L 15 

n QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYGISWVRQAPGQGLEWMGWISA 
■Q YNGNTNYAQKLQGRVTMTTDTSTSTAYMELRSLRSDDTAVYYCARDHYYDSS 

£ DYLYYYYGLDVWGQGTTVTVSS (SEQ ID NO:3 1) 

|=i 

to 20 C - Cur2 1.33 light chain nucleotide sequence 

0 GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 
!U AGTCACCATCACTTGCCGGGCGAGTCAGGGCATTAGCAATTATTTAGCCTGGT 
Ti ATCAGCAGAAACCAGGGAAAGTTCCTAAGCTCCTGATCTATGCTGCATCCAC 

n 25 TTTGCAATCAGGGGTCCCATCTCGGTTCAGTGGCAGTGGATCTGGGACAGATT 
5 TCACTCTCACCATCAGCAGCCTGCAGCCTGAAGATGTTGCAACTTATTACTGT 
O CAAAAGTATAACAGTGCCCCGCTCACTTTCGGCGGAGGGACCAAGGTGGAGA 
III TCAAAC(SEQIDNO:74) 

30 D — Cur2 1.33 light chain protein sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGISNYLAWYQQKPGKVPKLLIYAASTLQ 
SGVPSRFSGSGSGTDFTLTISSLQPEDVATYYCQKYNSAPLTFGGGTKVEIK (SEQ 
ID NO:32) 

35 
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Figure 13 

A — Cur2 1.38.1 heavy chain nucleotide sequence 

5 CAGGTGCAGCTGGTGGAGTCGGGGGGAGGCGTGGTCCAGCCTGGGAGGTCCC 
TGAGACTCTCCTGTGCAGCGTCTGGATTCACCTTCAGTAGCTATGGCATGCAC 
TGGGTCCGCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCAATTATATGGT 
ATGATGGAAATGATAAATACTATGCAGACTCCGTGAAGGGCCGCTTCACCGT 
CTCCAGAGACAATTCCAAGAACACGCTGTATCTGCAAATGAACAGCCTGAGA 
10 GCCGAGGACACGGCTGTGTATTACTGTGCGAGAGGATATTACTATGATAGTA 
GTGATTATCTCTACTACTACTACGGTATGGACGTCTGGGGCCAAGGGACCAC 
GGTCACCGTCTCCTCAG (SEQ ID NO:75) 

B - Cur2 1.38.1 heavy chain protein sequence 

15 

H= QVQLVESGGGVVQPGRSLRLSCAASGFTFSSYGMHWVRQAPGKGLEWVAIIWY 
Q DGNDKYYADSVKGRFTVSRDNSHSTTLYLQMNSLRAEDTAVYYCARGYYYDSS 
f |f DYLYYYYGMDVWGQGTTVTVSS (SEQ ID NO:33) 

jvj 20 C - Cur2 1.38. 1 light chain nucleotide sequence 

O GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 
AGTCACCATCACTTGCCGGGCGAGTCAGGGCATTAGCAATTATTTAGCCTGGT 

P ATCAGCAGAAACCAGGGAAAGTTCCTAACCTCCTGATCTATGCTGCATCCAC 

}rt 25 TTTGCAATCAGGGGTCCCATCTCGGTTCAGTGGCAGTGGATCTGGGACAGATT 

S3 TCTCTCTCACCATCAGCAGCCTGCAGCCTGAAGATGTTGCAGCTTATTACTGT 

y CAAAAGTGTAACAGTGCCCCGTGGACGTTCGGCCAAGGGACCACGGTGGAG 

S ATCAAAC (SEQ ID NO:76) 



Hi 



30 D — Cur2 1.38.1 light chain protein sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGISNYLAWYQQKPGKVPNLLIYAASTLQ 
SGVPSRFSGSGSGTDFSLTISSLQPEDVAAYYCQKCNSAPWTFGQGTTVEIK (SEQ 
IDNO:34) 

35 
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Figure 14 

A - Cur2 1.39.1 heavy chain nucleotide sequence 

5 GAGGTGCAGCTGGTGCAGTCGGGAACAGAGGTGAAAAAGCCCGGGGAGTCT 
CTGAAGATCTCCTGTAAGGGTTCTGGATACAGGTTTACCAGCTACTGGATCGG 
CTGGGTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTAT 
CCTGGTGACTCTGATACCAGATACAGCCCGTCCTTCCAAGGCCAGGTCACCA 
TCTCAGCCGACAAGTCCATCAGCACCGCCTACCTGCAGTGGAGCAGCCTGAA 

10 GGCCTCGGACACCGCCATGTATTACTGTGCGAGACATGGATCGTATTACTATA 
ATTCGGGGAGTTATTATAACGTCTTTGACTACTGGGGCCAGGGAACCCTGGTC 
ACCGTCTCCTCAG (SEQ ED NO:77) 



15 



B - Cur2 1.39.1 heavy chain protein sequence 

EVQLVQSGTEVKBCPGESLJOSCKGSGYRFTSYWIGWVRQMPGKGLEWMGnYPG 
DSDTRYSPSFQGQVTISADKSISTAYLQWSSLKASDTAMYYCARHGSYYYNSGS 
YYNVFDYWGQGTLVTVSS (SEQ ID NO:35) 



PI 20 C — Cur2 1.39.1 light chain nucleotide sequence 



GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 
AGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGG 
TATCAGCAGAAACCAGGGAAAGCCCCTAAGCGCCTGATCTATGCTGCATCCA 
25 GTTTGCAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 
u ATTCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTACT 
A GTCTACAGCATAATAGTTACCCGTGGACGTTCGGCCAAGGGACCAAGGTGGA 
jij AATCAAAC (SEQ ID NO:78) 

30 D — Cur2 1.39.1 light chain protein sequence 

DIQMTQSPSSI^ASVGDRVTDTCRASQGIRNDLGWYQQKPGKAPKRLIYAASSLQ 
SGVPSRFSGSGSG1EPTLTISSLQPEDFATYYCLQHNSYPWTFGQGTKVEIK (SEQ 
IDNO:36) 

35 
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Figure 15 

A - Cur2 1.40.1 heavy chain nucleotide sequence 

CAGGTGCAGCTGGTGCAGTCGGGGGCTGAGGTGAAGAAGCCTGGGGCCTCA 

GTGAAGGTCTCCTGCAAGGCTTCTGGATACACCTTCACCACTTATGATATCAA 

CTGGGTGCGACAGGCCACTGGACAAGGGCTTGAGTGGATGGGATGGATGAA 

CCCTAACAGTGGTAACACAGGCTATGCACAGAAGTTCCAGGGCAGAGTCACC 

ATGACCAGGAACACCTCCCTAAGCACAGCCTACATGGAGCTGAGCAGCCTGA 

GATCTGAGGACACGGCCGTGTATTACTGTGCGAGAGATATTGTAGTGGTGGT 

AGCTGCTACCAACTACTACAACGGTATGGACGTCTGGGGCCAAGGGACCACG 

GTCACCGTCTCCTCAG (SEQ ID NO:79) 

B - Cur2 1.40.1 heavy chain protein sequence 

QVQLVQSGAEVKKPGASVKVSCKASGYTFTTYDINWVRQATGQGI^WMGWM 
NPNSGNTGYAQBCFQGRVTMTRNTSLSTAYMELSSLRSEDTAVYYCARDIVVVV 
AATNYYNGMDVWGQGTTVTVSS (SEQ ID NO:37) 
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Figure 16 



A - Cur2 1.45 heavy chain nucleotide sequence 

5 CAGGTGCAGCTGGTGCAGTCGGGGGCTGAGGTGAAGAAGCCTGGGGCCTCA 
GTGAAGGTCTCCTGCAAGGCTTCTGGATACACCTTCACCAGTTATGATATCAA 
CTGGGTGCGACAGGCCACTGGACAAGGGCTTGAGTGGATGGGATGGATGAA 
CCCTAACAGTGGTAACACAGGCTATGCACAGAAGTTCCAGGGCAGAGTCACC 
ATGACCAGGAACACCTCCATAAGCACAGCCTACATGGAGCTGAGCAGCCTGA 

10 GATCTGAGGACACGGCCGTGTATTACTGTGCGAGAGGCAGTGGATACAGCTA 
TGGTTACGACTACTACTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTC 
ACCGTCTCCTCAG (SEQ ID NO:80) 



15 



B - Cur2 1.45 heavy chain protein sequence 

QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYDINWVRQATGQGLEWMGWM 
H WNSGNTGYAQKFQGRVTMTRNTSISTAYMELSSLRSEDTAVYYCARGSGYSYG 
I- YDYYYGMDVWGQGTTVTVSS (SEQ ID NO:38) 

m 20 C - Cur2 1.45 light chain nucleotide sequence 



GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 
AGTCACCATCAATTGCCGGGCGAGTCAGGGCATTAGCAATGATTTAGCCTGG 
TATCAGCAGAAACCAGGGAAAGTTCCTAAGCTCCTGATCTATGCTGCATCCA 
K 25 CTTTGCAATTAGGGGTCCCATCTCGGTTCAGTGGCAGTGGATCTGGGACAGAT 
U TTCACTCTCACCATCAGCAGCCTGCAGCCTGAAGATGTTGCAACTTATTACTG 
m TCAAAAGTATAACAGTGCCCCATTCACTTTCGGCCCTGGGACCAAAGTGGAT 
jij ATCAAAC (SEQ ID NO:81) 

30 D ~ Cur2 1 .45 light chain protein sequence 

DIQMTQSPSSLSASVGDRVTINCRASQGISNDLAWQQKPGKVPKLLiYAASTLQ 
LGVPSRFSGSGSGTDFTLTISSLQPEDVATYYCQKYNSAPFTFGPGTKVDIK (SEQ 
ID NO:39) 

35 
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Figure 17 

A -- Cur2 1.46.1 heavy chain nucleotide sequence 

CAGGTGCAGCTGGTGCAGTCGGGGGCTGAGGTGAAGAAGCCTGGGGCCTCA 

GTGAAGGTCTCCTGCAAGGCTTCTGGATACTCCTTCACCAGTTATGATATCAA 

CTGGGTGCGACAGGCCACTGGACAAGGGCTTGAGTGGATGGGATGGATGAA 

CCCTAACAATGGTAACACAGGCTATGCACAGAAGTTCCAGGGCAGAGTCACC 

ATGACCAGGAACACCTCCATAAGCACAGCCTACATGGAGCTGAGCAGCCTGA 

GATCTGAGGACACGGCCGTGTATTACTGTGCGAGAGATATTGTAGTGGTGGT 

AACTGCTACGGACTACTACTACGGTATGGACGTCTGGGGCCAAGGGACCACG 

GTCACCGTCTCCTCAG (SEQ ID NO:82) 

B - Cur2 1.46.1 heavy chain protein sequence 

QVQLVQSGAEVKKPGASVKVSCKASGYSFTSYDINWVRQATGQGLEWMGWM 
NPNNGNTGYAQKFQGRVTMTRNTSISTAYMELSSLRSEDTAVYYCARDIVVWT 
ATDYYYGMDVWGQGTTVTVSS (SEQ ID NO:40) 

C - Cur2 1.46.1 light chain nucleotide sequence 

GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 

AGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGG 

TATCAGCAGAAACCAGGGAAAGCCCCTAAGCGCCTGATTTTTGCTGCATCCA 

GTTTGCCAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 

ATTCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTACT 

GTCTACAGCATAGTGGTTACCCTCCGACGTTCGGCCAAGGGACCAAGGTGGA 

AATCAAAC (SEQ ID NO:83) 

D ~ Cur2 1.46.1 light chain protein sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGIRNDLGWYQQKPGKAPKRLIFAASSLPS 
GVPSRFSGSGSGTEFTLTISSLQPEDFATYYCLQHSGYPPTFGQGTKVEIK (SEQ ID 
NO:41) 
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Figure 18 



A - Cur2 1.48.1 heavy chain nucleotide sequence 

5 CAGGTTCAGCTGGTGCAGTCGGGAGCTGAGGTGAAGAAGCCTGGGGCCTCAG 
TGAAGGTCTCCTGCAAGGCTTCTGGTTACACCTTTACCAGCTATGGTATCAGC 
TGGGTGCGACAGGCCCCTGGACAAGGGCTTGAGTGGATGGGATGGATCAGCG 
CTTACAATGGTAACACAAACTATGCACAGAAGCTCCAGGGCAGAGTCACCAT 
GACCACAGACACATCCACGAGCACAGCCTACATGGAGCTGAGGAGCCTGAG 

10 ATCTGACGACACGGCCGTGTATTACTGTGCGAGAGATGTTGAATATTACTATG 
ATGGTAGTGGTTATTACTACTTTGACTACTGGGGCCAGGGAACCCTGGTCACC 
GTCTCCTCAG (SEQ ID NO:84) 

B ~ Cur2 1.48.1 heavy chain protein sequence 

u 15 

' n QVQLVQSGAEVKEPGASVKVSCKASGYTFTSYGISWVRQAPGQGLEWMGWISA 
^ YNGNTNYAQKLQGRVTMTTDTSTSTAYMEI^ 
J GSGYYYFDYWGQGTLVTVSS (SEQ ID NO:42) 

IS3 20 C — Cur2 1.48.1 light chain nucleotide sequence 

«% 

- T. ■ 

"!« 9 

0 GACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAG 

AGTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGG 

: :J TATCAGCAGAAACCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCA 

S 25 TTTTGCAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 

:1 TTTCACTCTCACCATCAGCAGCCTGCAGCCTGAGGATTTTGCATCTTACTATT 

f | GTCAACAGTCTAACAGTTTCCCTCGGACGTTCGGCCAAGGGACCAAGGTGGA 

jjj GATCAAAC (SEQ ID NO:85) 

30 D — Cur2 1.48.1 light chain protein sequence 

DIQMTQSPSSVSASVGDRVTITCRASQGISSWLAWYQQKPGKAPKLLIYAASILQ 
SGVPSRFSGSGSGTDFTLTISSLQPEDFASYYCQQSNSFPRTFGQGTKVEIK (SEQ 
ID NO:43) 

35 
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Figure 19 

A — Cur2 1.49.1 heavy chain nucleotide sequence 

5 CAGGTGCAGCTGGTGCAGTCGGGGGCTGAGGTGAAGAAGCCTGGGGCCTCA 
GTGAAGGTCTCCTGCAAGGCTTCTGGATACACCTTCACCAGTTATGATATCAA 
CTGGGTGCGACAGGCCACTGGACAAGGGCTTGAGTGGATGGGATGGATGAA 
CCCTAACAGTGGTGACACAGGCTATGCACAGAAGTTCCAGGGCAGAGTCACC 
ATGACCAGGAACACCTCCATAAGCACAGCCTACATGGAGCTGAGCAGCCTGA 

10 GATCTGAGGACACGGCCGTGTATTTCTGTGCGAGAATGAGGGATATAGTGGC 
TACGAGCTATTACTACTACTTCTACGGTATGGACGTCTGGGGCCAAGGGACC 
ACGGTCACCGTCTCCTCAG (SEQ ID NO:86) 



15 



B - Cur2 1.49.1 heavy chain protein sequence 

QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYDINWVRQATGQGLEWMGWM 
NPNSGDTGYAQKFQGRV1WRNTSISTAYMELSSLRSEDTAVYFCARMRDIVAT 
SYYYYFYGMDVWGQGTTVTVSS (SEQ ID NO:44) 

20 C - Cur2 1.49.1 light chain nucleotide sequence 



GATATTGTGATGACTCAGTCTCCACTCTCCCTGCCCGTCACCCCTGGAGAGCC 
GGCCTCCATCTCCTGCAGGTCTAGTCAGAGCCTCCTGCATAGTAATGGATACA 
h ACTATTTGGATTGGTACCTGCTGAAGCCAGGGCAGTCTCCACAGCTCCTGATC 
|* 25 TATTTGGGTTCTAGTCGGGCCTCCGGGGTCCCTGACAGGTTCAGTGGCAGTGG 
O ATCAGGCACAGATTTTACACTGAAAATCAGCAGAGTGGAGGCTGAGGATGTT 
**J GGGGTTTATTACTGCATGCAAACTCTACAAACTATCACCTTCGGCCAAGGGA 
O CACGACTGGAGATTAAAC (SEQ ID NO:87) 



30 D — Cur2 1.49.1 light chain protein sequence 

DrvTvlTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDWYLLKPGQSPQLLIYLG 

SSRASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQTLQTITFGQGTRLEIK 

(SEQIDNO:45) 

35 
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Figure 20 



A -- Cur2 1.51 heavy chain nucleotide sequence 

GAGGTGCAGCTGGTGCAGTCGGGAGCTGAGGTGAAAAAGCCCGGGGAGTCT 

CTGAAGATCTCCTGTAAGGGTTCTGGATACAGCTTTACCAGCTACTGGATCGG 

CTGGGTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTAT 

CCTGGTGACTCTGATGCCAAATACAGCCCGTCCTTCCAAGGCCAGGTCACCA 

TCTCAGCCGACAAGTCCATCAGCACCGCCTACCTGCAGTGGAGCAGCCTGAA 

GGCCTCGGACACCGCCATGTATTACTGTGCGAGACACTATGATTACGTTTGGA 

GGAATTATCGGTATACAGGGTGGTTCGACCCCTGGGGCCAGGGAACCCTGGT 

CACCGTCTCCTCAG (SEQ ID NO:88) 

B -- Cur2 1.51.1 heavy chain protein sequence 

EVQLVQSGAEVKKPGESLKISCKGSGYSFTSYWIGWVRQMPGKGLEWMGnYPG 
DSDAKYSPSFQGQVTISADKSISTAYLQWSSLKASDTAMYYCARHYDYVWRNY 

RYTGWFDPWGQGTLVTVSS (SEQ ID NO:46) 
C - Cur2 1.51.1 light chain nucleotide sequence 

GAAATTGTGTTGACGCAGTCTCCAGGCACCCTGTCTTTGTCTCCAGGGGAAAG 

AGCCACCCTCTCCTGCAGGGCCAGTCAGAGTGTTAGCAGCAGCTACTTAGCC 

TGGTACCAGCAGAAACCTGGCCAGGCTCCCAGGCTCCTCATCTATGGTGCAT 

CCAACAGGGCCACTGGCATCCCAGACAGGTTCAGTGGCAGTGGGTCTGGGAC 

AGACTTCACTCTCACCATCAGCAGACTGGAGCCTGAAGATTTTGCAGTGTATT 

ACTGTCAGCAGTATGGTAGCTCACTATTCACTTTCGGCCCTGGGACCAAAGTG 

GATATCAAAC (SEQ ID NO:89) 

D - Cur2 1.51.1 light chain protein sequence 

EIVLTQSPGTLSLSPGERATLSCRASQSVSSSYLAWYQQKPGQAPRLLIYGASNRA 
TGIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYGSSLFTFGPGTKVDIK (SEQ 

IDNO:47) 



ABX-Cur2patapp.l 



-98- 



Figure 21 



A - Cur2 6.4 heavy chain nucleotide sequence 

CAGGTGCAGCTGGTGCAGTCTGGGGCTGAGGTGAAGAAGCCTGGGGCCTCAG 

TGAAGGTCTCCTGCAAGGCTTCTGGATACACCTTCACCAGTTATGATATCAAC 

TGGGTGCGACAGGCCACTGGACAAGGGCTTGAGTGGATGGGATGGATAAAC 

CCTAATAGTGGTAACACAGACTATGCACAGAAGTTCCAGGGCAGAGTCACCA 

TGACCAGGGACACCTCCATAAGCACAGCCTACATGGAGCTGAGCAGCCTGAG 

ATCTGAGGACACGGCCATATATTATTGTGTGAGAGGCTTTGGATACAGCTAT 

AATTACGACTACTATTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCA 

CCGTCTCCTCAGT (SEQ ID NO:90) 



B - Cur2 6.4 heavy chain amino acid sequence 

QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYDINWVRQATGQGLEWMGWIN 
PNSGNTDYAQKFQGRWMTRDTSISTAYMELSSLRSEDTAIYYCVRGFGYSYNY 

DYYYGMDVWGQGTTVTVSS (SEQ ID NO:48) 
C ~ Cur2 6.4 light chain nucleotide sequence 

GAAATTGTGTTGACGCAGTCTCCAGGCACCCTGTCTTTGTCTCCAGGGGAAAG 

AGCCACCCTCTCCTGCAGGGCCAGTCAGAGTGTTAGTAGTAGTTACTTAGCCT 

GGTACCAGCAGAAGCCTGGCCAGGCTCCCAGGCTCCTCATCTATGCTACATC 

CAGCAGGGCCACTGGCATCCCAGACAGGTTCAGTGGCAGTGGGTCTGGGACA 

GACTTCACTCTCACCATCAGCAGACTGGAGCCTGAAGATTTTGCAGTGTATTA 

CTGTCAGCAGTATGGTAGTTCACCGTGCAGTTTTGGCCAGGGGACCAAGCTG 

GAAATCAAGC (SEQ ID NO:91) 



D - Cur2 6.4 light chain amino acid sequence 

EIVLTQSPGTLSLSPGERATLSCRASQSVSSSYLAWYQQKPGQAPRLLIYATSSRA 
TGIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYGSSPCSFGQGTKLEIK (SEQ 

ID NO:49) 
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Figure 22A 




0/0 0/0 
0/0 4/4 



0/0 
0/0 




til K.fl ' |: '"I'll 




m mm 








■ 






0/0 


1.23.1 


VH 


V5-51 


D3-10 


JH4B 


1/1 


0/0 


0/0 


0/0 


0/0 


0/0 


VK 


A30 




JK1 


0/0 


0/0 


1/1 


1/1 


0/0 


0/0 


0/0 


1.25.1 


VH 


V5-51 


D3-10 


JH4B 


1/0 


1/1 


0/0 


0/0 


0/0 


0/0 


0/0 


VK 


A30 




JK1 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


1.29 


VH 


V5-51 


D5-12 


JH6B 


1/0 


0/0 


0/0 


0/0 


1/1 


0/0 


0/0 


VK 


A19 




JK2 


0/0 


0/0 


1/0 


0/0 


1/1 


0/0 


0/0 


1.39.1 


VH 


V5-51 


D3-10 


JH4B 


2/1 


1/1 


0/0 


0/0 


0/0 


0/0 


0/0 


VK 


A30 




JK1 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


1.51.1 


VH 


5-51 


D3-16 


JH5B 


2/0 


0/0 


0/0 


1/1 


1/1 


0/0 


0/0 


VK 


A27 




JK3 


0/0 


0/0 


0/0 


1/1 


0/0 


0/0 


0/0 



ABX-Cur2patapp.l 



- 100- 



Figure 22B 
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(1) 1 JO 2! 3! 45 §i 

VH 1 -1 8 (1 ) QVQIr VQS GAE VKKB G A 8 VK V S C KAS GY TFTSYGI BW VRQAPGQGL E WMGWX 3 
C R2- 1 .33_HC (1 ) QVQLVQS GAE VKKP GASVKVSC KAS GYTFT SYGX 3WVRQAPGQGLEI8MGWI 3 

Consensus (1) qvqlvqsgaevkkpgasvkvsckasgytftsygiswvrqapgqglewmgwis 
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Consensus (53) AYNGNT WYAQKLQSR VTMT T D T S T 3 1 AYMEL R S L RS D D T A VYYC AR 
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CR2-1.33_LC (1) BIQMTQSPS0I*SASVGDRVTITCRASOGI S MY Xt AWYOQK PGK V P Kir 3j X YAAS T 

Consensus (1) diqmtqspsslsasvgdrvtitcrasqgismylawyqqkpgkvpklliyaast 
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WH5-51 (1) E VQLVG3GAEyKKF£ESLKI SCKGSGYSFT 3YWXGWVP.QMPGKGLEWMGII 
CR2-1.39 1_HC (1) EVQLVQSGTEVKKPGESI.KXSCKG8GYRFT 3YWXGWVRQKPGKGLEWHGXI 
Consensus (1) EVQLVQSG EVKKPGESLKX SCKGSGY FT SYWXGWVRQMPGKGLEWMGIX 

Section 2 

(52) 52 60 70 80 90 102 
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CR2-1.39 1_HC (52) YPGDSDTRY3BSFQGQVTX3ADK3X3TAYBQWSSI.KASDTA55YYCARHG3Y 
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VH1-8 (1) QVQLVQSGAEVKKPGASVKVSCKASGY^FT3YDIKWVRQATSQSLSWMGWM 
CR2-1.46.1_HC (1) Q VQL VQ 3 GA S VKKP GAS V K V SC KA 8GY§|F T S Y D X BJW VRQAT S QGL B WMGWM 
Consensus (1) Q V QE VQ S GAE VKKP GAS VK V SCKA S GYS F T S YDI NW VRQAT SQGIi EUJMGHUM 
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Consensus £52) NPN GNTGYAQKFQGRVTMTRNTSXSTAYMELSSLRSEDTAVYYCAR 
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Figure 39 
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(1 ) 1 £3 29 39 £9 §1 

CR2-151 1 HC (1) E VQLVQ3 GAE VKKP GE SIi KX SC KG S GYBFT SYWX GWV P^QMP GKGL HWMGXX 
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VH5-51 (52) Y P GD 8 0 tJy 3P S F QGQVTX 3ADKSX3 TAY L QW 3 Si KA 3BTAMYYCAR 
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